Supplementary Fig. 1 . Alignment of RoxP homologs of P. acnes. The common RoxP 45 homologs were extracted from P. acnes genomes and an alignment was calculated with 46
Clustal Omega and visualized with BoxShade. The most common homolog is represented by 47 strain KPA171202; 58 strains carry an identical copy (see Fig. 1 77  78  79  80  81  82  83  84  85  86  87  88  89  90  91  92  93  94  95  96  97  98  99  100  101  102 104 Supplementary Fig. 2B . Consensus sequence of the roxP upstream region based on an 105 alignment of sequences from 94 strains. The alignment was created with MEGA, and the 106 consensus sequence was visualized with WebLogo .  107  108  109  110  111  112  113  114  115  116  117  118  119  120  121  122  123  124  125  126  127  128  129  130  131  132  133  134  135  136  137  138  139  140  141  142  143  144  145 Supplementary Fig. 2C . Phylogenetic analysis of roxP upstream region. The roxP upstream 147 region, containing the transcriptional start site and the predicted promoter (shown in Fig  148  2SA ), was taken and blasted against all P. acnes genomes. The corresponding homologous 149 sequences were extracted and phylogenetically analyzed with MEGA6 .  150  151  152  153  154  155  156 
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